. Comparison of the X-ray structure with NOEs measured in solution. This supplementary figure does not relate specifically to a particular figure in the manuscript but is relevant to the description of the structure at the beginning of the Results section in which we discuss the new crystal structures (presented in our paper) with our previously published NMR-restrained docking model. This figure was included at the suggestion of one of the reviewers to provide a demonstration that the earlier docking model is consistent with the crystal structure, which it is. The 11 NOEs observed in the previous NMR study of the RRM2 complex with Raver1 peptide (Rideau et al., 2006) are shown as dashed lines on the X-ray structure determined here.
RRM2 is coloured green, Raver1 cyan, with key side-chains drawn as sticks. The distances shown are carbon-carbon or carbon-nitrogen and are taken from the crystal structure. As the NOEs are between hydrogen atoms, in most cases the distances shown greatly overestimate the actual distance measured by NMR. The structure is thus consistent with the NMR data, with the exception of the position of Ala 503 on Raver1, which on average is closer in the dynamic solution ensemble detected by NMR that was observed in the crystal structure. This discrepancy may be due to increased mobility of the bound peptide in the solution structure, as compared to the crystallised complex. The Raver1 peptides (green) bind perpendicular to the helices of PTB RRM2 (tan) inserting two leucines (shown as sticks) into a shallow hydrophobic pocket. In contrast, the peptide from ICP27 (blue) binds in an orientation that is parallel to dorsal helices in the REF2 RRM (grey) (Tunnicliffe et al., 2011) . The ICP27/REF complex nevertheless displays some similarity with other peptide/RRM complexes since the ICP27 peptide inserts a tryptophan side chain into a hydrophobic pocket between the helices to stabilise the interaction.
